The primary s t r u c t u r e of the 5 S rRNA i s o l a t e d from the c r y p t o b i o t i c cysts of the brine shrimp Artemia salina i s pACCAACGGCCAUACCACGUUGAAAGU ACCCAGUCUCGUCAGAUCCUGGAAGUCACACAACGUCGGGCCCGGUCAGUACUUGGAUGGGUG ACCGCCUGGGAACACCGGGUGCUGUUGGCAU OLJ .
INTRODUCTION
The availability of gel sequencing techniques applicable to small RNA molecules is resulting in a rapid growth of the collection of known 5 S rRNA primary structures . These data can be used in phylogenetic stud- 1 R ies ' , and in attempts do derive general secondary structure models for 7,9~12 5 S RNA ' by a search for common sequence complementarities. We report the primary structure of 5 S rRNA isolated from the cysts of the brine shrimp Artemia salina (Phylum arthropoda, class Crustacea). 
MATERIALS AND METHODS

RESULTS
Different gel sequencing methods were used to establish the complete sequence, as summarized in Table 1 . Each part of the sequence was confirmed by at least three succesfull experiments. In the area of positions 62 to 70, which is rich in G's andC' s probably involved in base pairing, the chemical degradation method was preferable to the methods based on aspecific hydro- Drosophila in 28 positions and with that of the silkworm in 21 positions. The two insect sequences show 1B differences. Among the vertebrates, the mean divergence between two organisms belonging to different classes tfish, amphibia, reptiles, birds, and mammals have been investigated) is limited to 9 positions. A common base pairing scheme can be applied to the three arthropod sequences, as indicated by the boxes in Fig. 1 . The resulting secondary structure model is illustrated with the Artemia 5 S RNA in Fig. 2 . There now seems to be a consensus among the majority of investigators that there is a basic difference between the secondary structures of bacterial and eukaryotic 5 S RNAs, the former having four helical regions, the latter five 9 " 1^. We do not share this opinion and we present evidence elsewhere (De Wachter, Chen and Vandenberghe, manuscript submitted) that the model of Fig. 2 
